Relationship between SNP rs1764391 and Susceptibility, Risk Factors, Gene-environment Interactions of Acute Myocardial Infarction in Guangxi Han Chinese Population.
Large-scale studies showed that the SNP rs1764391 of Cx37 gene plays a pivotal role in the occurrence and development of AMI. Published results, however, were highly controversial. This study aimed to examine the association between SNP rs1764391 of Cx37 and disease-susceptibility, several risk factors, gene-environment interactions of AMI in Guangxi Han Chinese. In this study, 344 healthy controls and 344 AMI patients of Han Chinese were enrolled. The TaqMan assay was implemented to confirm the genotypes. Differences in genotype and allele frequencies of SNP rs1764391 were compared in both the AMI and control groups. Significant differences in TT genotype frequencies of SNP rs1764391 between the AMI and control groups were detected (P < 0.05). In the context of gender stratification, the result was also statistically different in women (P < 0.05). Age, BMI, diabetes, high blood pressure, smoking and TC were closely correlated to the risk of AMI (P < 0.05 for each). HDL-C was negatively correlated to the risk of AMI (P < 0.001). Significant interactions were observed between presence of the SNP rs1764391 CC genotype and BMI, smoking or alcohol consumed (P < 0.017 for each). The TT genotype of Cx37 SNP rs1764391 was identified as a predisposing factor for AMI, especially in women. This genetic variant may prove to be an important tool for AMI risk stratification, and thus might be a useful target for therapeutic intervention to further improve prognosis in high-risk patients.